The phylogenetic tree with the highest log likelihood after 500 bootstrap replicates is shown. The tree is drawn to scale with branch lengths measured as the number of substitutions per amino acid (scale bar). The percentage of trees in which associated taxa clustered together in more than 50% of bootstrap replicates is shown next to branches. Branches involving genes from Platyhelminthes species are colored red. The following species were used for phylogenetic analysis and are designated in the figure by genus name. Perform in situ to detect dmd-1 transcripts.
Animals were amputated between the ovaries and pharynx and allowed to regenerate new heads.
Supplementary Figure S3 -Experimental scheme for head regeneration. Sexually mature planarians were amputated. After 14 days, the animals were fed liver to enable regeneration of their reproductive system. About one month post-amputation, the sexually immature regenerating animals were used for RNAi experiments. 
